FastTree

The Building Phylogenetic Tree dialog for the FastTree method has the following view:

*i! Build Phylogenetic Tree

Tree building method FastTree o

FastTree options Display Options

Command line options for FastTree: View all options

[_] Speed up the neighbor joining phase (>50,000 sequences)

[ ] use pseudo-counts (recommended for highly gapped sequences)

Save tree to

Save Settings  |Restore Default

Build Cancel Help

The full list of available parameters you can find here.

Press the Build button to build a tree with the parameters selected.


http://www.microbesonline.org/fasttree/
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